lie on twofold rotation axes, and each is coordinated by four water molecules and the N atoms of two 4,4 0 -bipyridine molecules in an octahedral geometry. Bridging gives rise to chains along [101] and [101]. The 4-hydroxy-3-sulfonatobenzoate dianions are not connected to the Cd II atoms, but form hydrogen bonds to the coordinated water molecules as well as the lattice water molecule, generating a three-dimensional network.
The two independent Cd II atoms in the polymeric title compound, [Cd(C 10 H 8 N 2 )(H 2 O) 4 ](C 7 H 4 O 6 S)ÁH 2 O, lie on twofold rotation axes, and each is coordinated by four water molecules and the N atoms of two 4,4 0 -bipyridine molecules in an octahedral geometry. Bridging gives rise to chains along [101] and [101] . The 4-hydroxy-3-sulfonatobenzoate dianions are not connected to the Cd II atoms, but form hydrogen bonds to the coordinated water molecules as well as the lattice water molecule, generating a three-dimensional network.
Related literature
For the 1,10-phenanthroline-chelated Mn II derivative of 4-hydroxy-3-sulfonatobenzoic acid, see : Fang et al. (2011) .
Experimental
Crystal data [Cd(C 10 Table 1 Hydrogen-bond geometry (Å , ). 
Data collection: RAPID-AUTO (Rigaku, 1998 ); cell refinement: RAPID-AUTO; data reduction: CrystalClear (Rigaku/MSC, 2002); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: X-SEED (Barbour, 2001) ; software used to prepare material for publication: publCIF (Westrip, 2010 
A methanol solution (5 ml) of 4,4′-bipyridine (1 mmol) was added to an aqueous solution (10 ml) of cadium(II) dichloride (1 mmol), 2-hydroxy-5-carboxybenzenesulfonic acid (2 mmol) and lithium hydroxide (4 mmol). Colorless crystals were isolated from the solution after several days.
Refinement
Carbon bound H-atoms were placed in calculated positions (C-H 0.93 Å) and were included in the refinement in the riding model approximation, with U(H) set to 1.2U(C). The water and hydroxy H-atoms were located in a difference
Fourier map, and were refined isotropically with a distance restraint of O-H 0.84±0.01 Å.
Omitted from the refinement is the (20 2 1) reflection.
Computing details
Data collection: RAPID-AUTO (Rigaku, 1998 ); cell refinement: RAPID-AUTO (Rigaku, 1998) ; data reduction:
CrystalClear (Rigaku/MSC, 2002); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: X-SEED (Barbour, 2001) ; software used to prepare material for publication: publCIF (Westrip, 2010 
